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Selected Object Details E 



Details 



Locus ID ISAU1Q11561 
Gene Category [Macromolecule metabolism"! 
Hit Description I beta-type subunit of the 20S proteasomel 
EValue |3e-68 l 
Libsf22~l 

SeqsQO 
Base Pair 1 14348..14881(+T~1 
Hit Data Source I genpeptw ~1 

Locus Type | Homology Based ORF I 
HitlDI |g2633987 I 
HitlD2| 



HitlD3 1 Q4887251 
HitlD4 191573473 | 
HitlD5 1 
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Sequences along coordinates (5364, 15693) H 



I I All sequences 



80603456R1 

806503054F1 

808601624R1 

806507074F1 

806509114R1 

801004114F1 

801003846F1 

806504245R1 

806510122F1 

806507288R1 

801009206F1 

808607039R1 

808601448R1 

808609568R1 

808607551 R1 



(5142,5636) 
^201 ,5690 
5298,5867 
5507,6108' 
5698,6159' 
5849,6454' 
5849,6478' 
5901,6349' 
6060,6615 
6236,6768! 
6398,6948* 
6615,7117 
6790,7293* 
'6803,7383 
'6892.7414' 
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Multiple Organism for Locusl D - SAU 1 00242 [x] 


□ All Libraries 




Paralogs Library Name 




1 SAUREU01 (Staphylococcus aureus) 




2 AAEOLI01 (Aquifex aeolicus) 

2 AFULGI01 (Archaeoglpbus fulgidus) 

2 AFUMIG01 (Aspergillus fumigatus) 
1 BFARGI01 (Bracteroides fragilis) 

1 BPERTU01(Bordetella pertussis) 
1 BSUBTI01 (Bacillus subtilis) 
1 CALBIC01 (Candida albicans) 
1 CJEJUN01 (Camplylobacter jejuni) 
1 CPNEUM01 (Chlamydia pneumoniae) 
1 CTRACH01 (Chlamydia trachomatis) 
1 ECLOAC01 (Enterobacter cloacae) 
1 ECOLI01 (Escherichia coli) 

3 FGRAMI01 (Fusarium graminearum) . 
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Multiple Organism for Locust D - SAU 1 00242 tx] 



I I Display all Loci 

LocusID Hit Description 

SAU100242 succinvl-CoA synthetase (alpha subunit) 
CAL07951 probable succinyl-coa ligase 

PRT102068 succinyl-CoA synthetase, alpha subunit 

SAU200294 succinyl-CoA synthetase (alpha subunit) 

SEP100435 succinyl-CoA synthetase (alpha subunit) 

SEP100614 0RF1 

SHA1 001 80 succinyl-CoA synthetase (alpha subunit) 
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